Abstract
Introduction

36
The identification of species is an essential building block in biodiversity valuations both 37 at global and local scales, and incomplete knowledge of an area's diversity may result in Townsend et al., 2004) were used to investigate the genetic variability within 177 the nuclear genome. PCRs and sequencing were conducted with the same protocol as for 178 the mtDNA, with, respectively, the primers F_Nik_Bach1 and R1_Bach1 (Stümpel, 179 2012) , and the primers Rag1_F1 and Rag1_R1 (Stümpel, 2012) , and the PCR 180 amplification cycles following Stümpel (2012) . For this aspect, four individuals were 181 investigated: one individual from Piemonte, and one sample each of the following 182 species: V. berus, V. a. francisciredi and V. a. ammodytes (similar individuals as for the 183 mtDNA analysis). Sequences were deposited in GenBank (no XXXX -to be completed 184 on publication). The relationship between the different sequences were displayed using 185 TCS 1.21 (Clement et al., 2000) with a parsimony connection set up to 90% for BACH1 186 and to 95% for RAG1. Genetic differentiation was evaluated with p-distance using 187
MEGA. 188
Given the extinction risk of the taxon herein described, we have decided not to 189 collect any individuals from the wild, and to use the specimens deposited in the Natural 190 History Museum 'Giacomo Doria' of Genova as type specimens, while tissues samples 191 used for DNA analysis are deposited at the Muse, the Science Museum of Trento, Italy. Table 3 . 302 303 Second, and related to the above, its ability to withstand or adapt to climatic 444 change expected to take place within its range will be crucial. The current habitat of V. 445
walser is restricted to an area of around 800 km 2 within a few valleys, which experience 446 1 9 some of the highest rainfall in the Alps (Mercalli et al., 1998) 
